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Fig. S1.
Deconvoluted mass spectrum of recombinant 74-kDa collagenase containing spontaneously truncated ~60-kDa protein (A) and recombinant 62-kDa collagenase (B).
The collagenases desalted with ultrafiltration with a 3 kDa cut-off (Amicon Ultra) was diluted with 0.1% formic acid/50% methanol and subjected to direct infusion analysis using a QTOF mass spectrometer (maXis II). The obtained mass spectrum was deconvoluted using Compass DataAnalysis version 4.3 (Bruker Daltonics) with the Maximum Entropy algorithm. The molecular masses and C-terminal amino acid sequences are indicated. (C) Each peptides of GXY repeats (10 mg/ml) was incubated in 50 mM Tris-HCl/ 10 mM CaCl 2 buffer (pH 7.5) with 500 ng of the recombinant collagenase at 37 , followed by LC-MS analysis using 1200 (Agilent Technologies) and 3200QTRAP (SCIEX). The data are expressed as relative values, with the amount of substrate before incubation being 100 percent. Table S1. Amino acid composition of murine type I collagen.
The weights of hydroxyproline and total amino acids in murine skin type I collagen were calculated from its amino acid composition to find out the correspondence of these values. Collagen weight and Hyp coefficient were calculated using numerical formulas as described below. Table S2 . Dry weights and total amino acids contents of murine pancreas
The dry weight of murine pancreas was measured after removal of fat by hexane treatment. The total amino acids content of whole murine pancreas was measured with a L-8800 amino acid analyzer after hydrolyzed with 6M HCl. Coefficient for the conversion of total amino acids content to tissue weight was calculated using a numerical formula as described below. 
